. Phylogenetic analysis of partial SIV pol sequences. Phylogenetic relationships of the newly derived SIVs in partial pol sequences to representatives of the other SIV lineages. The newly identified SIVmus strains in this study are highlighted in red. Reference strains are in black except for SIVmus-1 & 2 that are highlighted in orange. The unrooted trees were inferred from 300 bp nucleotides. The analyses were performed using discrete gamma distribution and GTR model. The starting tree was obtained by using phyML. One thousand bootstrap replications were performed to assess confidence in topology. Stars at nodes represent bootstrap (≥70%) values. Scale bar represents the number of nucleotide substitution per site.
. Phylogenetic analysis of partial SIV pol sequences. Phylogenetic relationships of the newly derived SIVs in partial pol sequences to representatives of the other SIV lineages. The newly identified SIVmus strains in this study are highlighted in red. Reference strains are in black except for SIVmus-1 & 2 that are highlighted in orange. The unrooted trees were inferred from 300 bp nucleotides. The analyses were performed using discrete gamma distribution and GTR model. The starting tree was obtained by using phyML. One thousand bootstrap replications were performed to assess confidence in topology. Stars at nodes represent bootstrap (≥70%) values. Scale bar represents the number of nucleotide substitution per site. Figure S2 . Phylogenetic analysis of partial 12S rRNA sequences from the mustached monkeys collected in Gabon. Reference sequences used were as follow:
The analyses were performed using discrete gamma distribution and TN93 model. The starting tree was obtained using PhyML. In red are represented the C. cephus cephus subspecies whereas C. cephus cephodes are highlighted in blue. Arrows showed animals subspecies misclassified on field. Red rectangles showed animals infected by SIVmus (09Gab-OI81, 11Gab-Pts02, 11Gab-OIF02). Figure S3 . Secondary structure predictions of SIVmus-09Gab-OI81 and -11Gab-Pts02 TAR element. Secondary structure predictions showed that all arboreal Cercopithecus SIVs have a duplicated stem-loop structure consisting of a single nucleotide bulge (C or U), a 3-bp stem, and a 6-bp terminal loop with the sequence 5′-CUGGGA-3′. The predicted TAR secondary structures for SIVmus-09Gab-OI81 and 11Gab-Pts02 also exhibited duplicated TAR elements containing a 3-bp stem between the bulge and the terminal loop. Table S1 . Primers used to amplify full-length genomes of SIVmus-09Gab-OI81 and SIVmus-11Gab-Pts02. 
